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ASSISTANT COMMISSIONER FOR PATENTS, WASHINGTON, 
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RESPONSE TO COMMUNICATION AND NOTICE TO COMPLY WITH 
REQUIREMENTS FOR PATENT APPLICATIONS CONTAINING 
NUCLEOTIDE SEQUENCE AND/OR AMINO ACID SEQUENCE DISCLOSURE 

In response to the "Notice to Comply With Requirements for Patent Applications Containing 

Nucleotide Sequence and/or Amino Acid Sequence Disclosures" dated May 31, 2001 and the 

subsequent Examiner's Communication dated June 26, 2001, to which the response date has been 

extended to July 26, 2001, enclosed herewith is; 



Statement to Support Filing and Submission in Accordance with 37 CFR §§1.821 
through 1.825; 
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Sequence Listing (pp. 1-1087); 



I^SI Copy of the computer readable form of amended Sequence Listing; 

Copy of Notice to Comply With Requirements for Patent Applications Containing 
Nucleotide Sequence and/or Amino Acid Sequence Disclosures; 

□ Petition for Extension of Time: 

Other: Amendment and Response. 

The Commissioner is hereby authorized to charge any underpayment associated with this 
communication or credit any overpayment to Deposit Account No. 23-3050. This sheet is attached 
in duplicate. 
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DATE MAILED! 



Please find below and/or attached an Office communication concerning this application or 
proceeding. 



Commissioner of Patents and Trademarks 

The reply filed on July 3 1, 2000, is not fully responsive to the prior Office Action because: this application contains sequence 
disclosures that ait encompassed by the definitions for nucleotide and/or amino acid sequences set forth in 37 CFR 1 .821(a)(1) and 
(a)(2). However, this applicaiTon fails to comply with die requirements of 3TCFR 1.821 thnragh~L825forthcreasdn(s) set forth on 
the attached Notice To Comply With Requirements for Patent Applications Containing Nucleotide Sequence and/or Amino Acid 
Sequence Disclosures (i.e., errors in the CRF). 

A CRF, fully compliant with the above stated rules, is required for any search and examination to proceed. As clearly stated in 
paragraph 4 of the Office Action mailed on May 26, 2000, and the letter mailed on September 5, 2000, a fully responsive 
communication will fulfill the sequence rules, as required. Since the period for reply set forth in the prior Office action and letter has 
expired, this application will become abandoned unless applicant corrects the deficiency and obtains an extension of time under 37 
CFR 1.136(a). 

The date on which the petition under 37 CFR 1, 136(a) and the appropriate extension fee have been filed is the date for purposes of 
determining die period of extension and the corresponding amount of the fee. In no case may an applicant reply outside the SIX (6) 
MONTH statutory period or obtain an extension for more than FIVE (5) MONTHS beyond the date for reply set forth in an Office 
action. A fully responsive reply must be timely filed to avoid abandonment of this application. 

Any inquiry concerning this communication or earlier communications from the Examiner should be directed lo Jeffrey S. 
Lundgren whose telephone nnrnber is (703) 306-322 1. The Examiner can normally be reached on Monday-Friday from 7:00 AM to 
5:00 PM (EST). 

If attempts to reach the Examiner by telephone arc unsuccessful, the Examiner's supervisor, Dr, Michael Woodward, can be 
reached at (703) 308-4028. 

Any inquiries of a general nature relaxing to this application should be directed to the Technical Center Receptionist whose 
telephone number is (703) 308-0196. 

Papers related to this application may be submitted by facsimile transmission. Papers should be faxed to Group 163 1 using (703) 
308-0294, Please notify the Examiner of incoming facsimiles prior to sending papers to the aforementioned fax number. The faxing 
of such papers must conform with the notice published in the Official Gazette, 1096 OG (November 15. 1989). 

Jeffrey S. Lundgren. Ph.D. : . : c; . / , fell!?! Jm£> ' d^^" 
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NOTICE TO COMPLY WITH REQUIREMENTS FOR PATENT APPLICATIONS CONTA: 
NUCLEOTIDE SEQUENCE AND/OR AMINO ACID SEQUENCE DISCLOSURES 
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The nucleotide and/or amino acid sequence disclosure contained in this application does not comply with the 
requirements for such a disclosure as set forth in 37 CFR 1,821-1.825 for the following reasons: 

12 1. This application clearly fails to comply with the requirements of 37 CFR 1.821-1 .825, Applicant's 
attention is directed to these regulations, published at 1 114 00 29, May 15, 1990 and at 55 FR 18230, May 1, 
1990. 

Q 2. This application does not contain, as a separate part of the disclosure on paper copy, a "Sequence Listing" 
as required by 37 CFR 1.821(c). 

Q 3. A copy of the "Sequence Listing" in computer readable form has not been submitted as required by 37 
CFR 1.821(e). 

O 4. A copy of the "Sequence Listing in computer readable form has been submitted. However the content of 
the computer readable form does not comply with the requirements of 37 CFR 1 .822 and/or 1 .823, as indicated 
on the attached copy of the marked up "Raw Sequence Listing". 

Q 5, The computer readable form that has been filed with this application has been found to be damaged and/or 
unreadable. A Substitute computer readable form must be submitted as required by 37 CFR 1.825(d). 

Q 6. The paper copy of the ''Sequence Listing" is not the same as the computer readable form of the "Sequence 
Listing" as required by 37 CFR 1.821(e). 

□ 7. Other: 

Applicant must provide: 

□ An initial or ^ A substitute computer readable form copy of the Sequence Listing. 

Q An initial or □ A Substitute paper copy of the Sequence Listing as well as an amendment directing its entry 
into the specification. 

12 A statement that the content of the paper and computer readable copies are the same, and, where applicable, 
include no new matter, as required by 37 CFR 1.821(e), (f), or (g) or 1.825(b) or (d). 

FOR QUESTIONS PLEASE CONTACT: 

Rules Interpretation (703) 308-4216 
CRF Submission Help (703) 308 4212 
Patentln software help (703) 308 6856 



PLEASE RETURN A COPY OF THIS NOTICE WITH YOUR RESPONSE 
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HAW SEQUENCE LISTING 

PATENT APPLICATION i U6/09/303 ,51»A 



DATE: 10/12/2000 
TIME; 15:29:01 



53 



Input Set .- A:\jumbos\09l035ia 

Output Set: N:\CRF3\10122000\l303518A.ra* 

3 <U0> APPLICANT: Scarl«tO< EnsO 

4 M*«lgnAiU f v«g« 

5 R&ppuoll, Rlno 

6 PizEA/ KariagratU 

7 Graodi* Cuido 

9 <120> TITLE Of INVENTION: NeU*e*Ul Aatig«M 
11 <1S0> PILE REFERENCE: CH1R0160 

13 <140> CURRENT APPLICATION NUMBER: 09/303, 518A 

14 <141> CURRENT FILING OATS: 1999-04*30 

15 <1S0> PRIOR APPLICATION NUMBER: PCT/I898/01655 
17 <151> PRIOR FILING DATE: 1999-10-09 

19 <160> SOMBER OP SEQ ID KM: 1090 
21 <170> SOFTWARE; PatClitlO V*T. 2.1 

23 <210> SEQ 10 HO: 1 

24 <2U> LENGTH: S06 

25 <212> TYPE: OKA 

2* <2I3> ORGANISM: Neisseria aeningitidi* 

28 <220> FEATURE: 

29 <221> NAME/KEY: unsure . 

30 <222> LOCATION: (II) 

31 <223> OTHER INFORMATION: U -Unit noun 

33 <220> FEATURE : 

34 <221> NAME/KEY: unsure 

35 <222> LOCATION: (67) 

36 <223> OTHER INFORMATION: N-UtlXnovn 

38 O20> FEATURE: 

39 <221> ItAME/KEYi unsure 

40 <222> LOCATION: (102) ' 

41 <223> OTHER INFORMATION: N-Unknovn 

43 <220> FEATURE: 

44 <221> SAME/KEY : unsure 

45 <222> LOCATION : (154) 
45 <223> OTHER INFORMATION: N«Unkaovo 

48 <220> FEATURE: 

49 <221> NAME/KEY : unsure 

50 <222> LOCATION: (276) 

51 <223> OTHER INFORMATION: 

53 <220> FEATURE) 

54 <221> NAME/KEY: unsure 

55 <222> LOCATION: (4B7) 

56 <223> OTHER INFORMATION : U-Oaknown 
59 <400> SEQUENCE: 1 

S9 atgaeecage cagtcaaaat gettgccgcc gccctgattg cctxgggct* 

10 "gtgtgg&Ag'g axgeegratc ggattttcgy gaaiiacttgc angeggcage 

61 geagcagccc MiAciAitt gggcgcaatg tiitBueut ggacgcgcgt 

62 ga'tgctgaag cggteagatg gtatcggcag ccggcggaac Aggggtt4gc 

63 tacaatctg? gctggatyta tgeeaaeggg cgcgc&gxgo gccaagatga 



CorriBcfi 



ed 



O} /NO 

^$ CD 

I 



1.1 
o 

I] 

1:1 

o 



fed 



N-UnXnovn 

/ 



gaaeegaecg 60 
acagggeeat 120 
gcgccggga* iao 
ceaagcccaa 240 
taccgaagcg 300 



//r.\^DCi\a,.LA\iAV^nn7« 1 o a ***** 
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SAW SSQOBffCX LISTITC 

PATENT AP FLIC ATI St US/09/303, SUA 



DATS: 10/12/2000 
TIME: 15:29:08 



Input Set : 
Output Sot: 



Bt\ju«bat\093035l8 
Wi\CWP3\1012a000\I3Q35m.*»* 



64 gtcagatggt ateggeagge ggcagcge&g gggg*tgtcc aageccaata 

65 gtgatatatg ccgaaggacg tggagtgege caagacgatg tegaageggt 

66 eggcaggegg cagegcaggg ggtagcceaa geccaaaaca atttgggcgt 
6? gaaagaaege gcgtgegcca agaccg 

70 <210> SEO ID MO: 2 

71 <2U> LENGTH: 166 

72 <212> TYPE: PUT 

73 <213> organism: Reiner ia •eaiogltidii 
75 <320> FEATURE 



caatttgggc 360 
eagatggttt 420 
gatgtatgee 480 

S06 



X* Any amino acid 



X- any aalno acid 



76 <221> HAME/RET: URSDRB 

77 <222> LOCATION (6) 

78 <223> OTHER IS FORMAT! OH 

80 <220> mTUU: 

81 <221> MAMS/KEY: OESURZ ^ 

82 <222> LOCATIOR: (33) 
<223> OTHER ISfORMATXOE: X* any amino acid 
<220> FSATORE: 
<221> NAME ACT: 3ESURE 
<222> LOCATIOE; (34) r 
<223> OTHER IHFORHATIOR 
<220> FEATURE; 

II <22J> RAMS/RET: UNSURE 

2 <223> LOCATIOR: (53) 

3 <223> OTHER INPORMATIOlft X- any amino acid 

5 <220> FEATURE: 

6 <221> NAMR/REY: OESURB 

7 <222> LOCATIOR: (92) 

8 <223> OTHER INFORMATICS: 

00 <220> FEATURE: 

01 <22l> HAME/KEY: UMStTRB 

02 <222> LOCATtOH: (163) 
.03 <223> OTHER INFORMATION 



/ 

X- any amino acid 

i 

X • any aoino acid 



0b <400> SEQUENCE i 2 / 

06 Met Ly* cm Tax val xaa net Leu Ala Ala Ala Leu lit 

07 1 s / 10 

09 imxt Asa Arg Pro Val Txp Xaa Asp Aap Val s«r Asp ?h« 

10 / 20 25 

12 teu Xaa Ala Ala Ala Gla Cly Ac ft Ala Ala Ala sin Tyx 

13 35 , 40 45 
,15 Ala Hat Tyx Xaa Gin Arg Th* Arg Val Arg Arg Asp Asp 
1« 50 55 6q 

18 val Arg Trp Tyr Arg Gin Fro Ala Glu Gin Gly Leu Ala 

19 65 70 73 / 

21 Tyr Aan Leu Gly Txp nm% Tyr Ala Asn Gly Arg Xaa Val 

22 as 90 

24 Aap Thr Clu Ala v*i Arg Trp Tyr Arg Gin Ala Ala Ala 

25 100 10S 

27 Val Gin Al* Gin Tyr Asn Leu Cly Val iia Tyr Ala Glu 

28 U5 120 12S 



Ala Leu Cly 

IS 

Arg CI* As* 

30 

Asa Leu Cly 
Ala Clu Ala 

Gin Ala Gin 

80 

Arg Cl4 Aap 

95 

Gin Gly val 
110 

Gly Arg Gly 
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BA* 3EQVSHC1 LISTISC OMl: 10/12/2000 

PAT BHt APPLICATION US/09/30 1, 516A TIME: 15:29:08 



Input Set : Vi\juabosS k 09303511 

Output Sat: lfi\CHl3\10122000\I3033ieA.ra* 

130 Val Arg Gin ktp Asp Val Glu Ala Val Ax? Trp Phe Arg Gin Ala Ma 

131 130 13S 140 

133 Ala Gin Gly Val Ala Gin AU Gin Asa Aan Lau Cly Val Met Tyr Ala 

134 143 / ISO 15S 160 

W — > 136 Glu Axg Xaa Arg Val Ax* Gla Aap 

137 165 

140 <210> 660 10 HO: 3 

141 <2U> LENGTH : 597 

142 <212> TYPE; DMA 

143 <213> OBSAjnSM: neisseria neningltiaia 

145 <400> SSQOIHCE: 3 

146 ttgaaacaga eagtoaaatg gettgccgcc gecctgattg ccttgggett gaaccgagcg 60 

147 9*9*999399 atgaegtate ggattrtegg gaaaacttgc aggeggcage acagggaaat 120 

148 gcagcagccc aatacaattt gggcgcaatg tattacaaag gaegeggegt gegcegggat 1B0 

149 gatgetgaag eggxeagatg gtateggcag geggeggaac aggggttage ceaagcecaa 240 

150 taeaetrtgg gcrggatgta tgccaacggg cgcggcgtgc gecaagatga taccgaegcg 300 

151 gtcagatggt ateggcagge ggcagcgcag ggggttgtcc aageccaata caatttgggc 360 

152 gtgatatatg cegaaggacg tggagtgcgc caagacgatg tegaageggt cagatggttt 420 

153 eggcaggegg cagegcaggg ggtagcccaa gcccaaaaca ttttgggcgt gatgtaxgee 460 

154 gaaagacgcg gcgtgcgoca agaccgcgcc ertgeacaag aatggtttgg caaggectgt S40 

15 5 caaaaeggag accaagaegg ctgcgicaat gaccaacgcc tgaaggcggg ttattga 597 

156 <210> 5XQ ID HO*. 4 

159 <2U> LEUGTJt; 19a 

160 <212> TYPBj PUT 

161 <213> ORGANISM: Neisseria aeningitidia 



163 


<400> SSQCQfCSr 


4 








164 


Met 




Gla 


Thr 


val 


Lys 


trp 


Leu Ala Ala Ala Lau lie Ala Lau Gly 


165 


1 








S 






10 15 


167 


Leu 


Asn 


Arg 


Ala 


val 


Trp 


Ala 


Asp Asp Val Ser Asp Phe Arg Glu Asn 


168 








20 








25 30 


170 


Leu 


Gla 


A14 


Ala 


Ala 


Gin 


Gly 


Asn Ala Ala Ala Gin Tyr Asn Lau Gly 


171 






35 










40 45 


173 


Ala 


Hat 


Tyr 


Tyr 


LyS 


Gly 


Arg 


Gly val Arg Arg Asp Asp Ala Glu Ala 


174 




SO 










55 


60 


176 


val 


Arg 


Trp 


Tyr 


Arg 


Gin 


Ala 


Ala Glu Gin Gly Leu Ala Gin Ala Gin 


177 


65 










70 




75 80 


179 Tyr 


Asn 


Leu 


Gly 


Trp 


Kat 


Tyr 


Ala Asn Gly Arg Gly Val Arg Gin Asp 


ieo 










as 






90 95 


182 


A*P 


Thr 


Glu 


Ala 


vai 


Arg 


Trp 


Tyr Arg Gin Ala Ala Ala Gin Cly val 


183 








100 








105 110 


185 


Val 


Gla 


Ala 


Gin 


tyr 


Aso 


Lau 


Cly Val Tie Tyr Ala Glu Gly Arg Gly 


186 






115 










120 125 


196 


vai 


Arg 


Gin 


ASP 


Asp 


val 


Glu 


Ala val Arg Trp Phe Arg Gin Ala Ala 


169 




130 










135 


140 


191 


Ala 


Gin 


Gly 


val 


Ala 


Gin 


Ala 


Gin Asn Asn Leu Gly val Mat Tyr Ala 


192 


145 










150 




155 160 


194 


Glu 


Arg 


Arg 


Gly 


val 


Arg 


Gla 


Aap Arg Ala Leu Ala Gin Glu Trp Phe 


195 










165 






170 17S 


197 Gly 


lys 


Ala 


Cys 


Gin 


Asn 


Gly 


Asp Gin Aap Gly Cys Asp Asa Asp Gla 
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SAM SEQUCKCG X.XSTCTG 

MOT APPLICATION US/09/303 , SUA 



OATS; 10/12/2000 
TIKfi: 15 '.29: 08 



Input Set : KT\juabo«V093035il 

Output Sat: WACRr3\10U2000\l303S18A.raw 



198 180 

200 Arg Leu Lys Hi* Gly Tyr 

201 193 



18S 



190 



104 <210> S£Q ID HO: S 

205 *211> LENGTH : 273 

206 <212> IXtti DMA 

207 <213> OKGANXSH: neisseria meningitidis 

209 <400> SEQOSBICS: 5 

210 atgaaecaga cagtceaatg gcttgccgcc gccctgatt9 ccttgggctt gaaccaagcg 60 

211 gtgtg^gcgg atgaegtate ggattttegg gaaaacttgc aggeggcage acagggaaat 120 

212 gcagcagccc aaaaoaettt gggcgtgetg tatgeogeaa gecgeggegt gegecaagae 180 

213 egcgccctt9 cecaagaatg scttggceag gcttgtcaaa aeggatacea agacagctgc 240 

214 gacaatgacc aacfectgaa agegggttat tga 273 

217 <210> SEQ ZD NO: 6 

218 <211> LWOTB: 90 

219 <212> TYPE: POT 

220 <213> OAGAMSHf Neisseria s»ningitidis 
223 <400> SEQtTMCt: 6 

223 Ke* Lys Gin Thr val Lys Trp Leu Ala Ala Ala Leu Xle Ala Leu Gly 

224 IS 10 IS 

226 leu Asn Gin Ala Val Trp Ala Asp Asp Val sar Asp Pne Arg Glu A*a 

227 20 25 30 

229 Leu 61a Ala Ala Ala Cln Gly Asn Ala Ala Ala Cln &sn aso Leu Gly 

230 3S 40 43 

332 Val Met Tyr Ala Glu Arg Arg Gly Val Arg Gin Asp Arg Ala Leu Ala 
233 30 55 60 

235 Gin Glu Trp Leu Gly Lys Ala Cys Gin Asn Gly Tyr Gls Asp Ser Cys 

236 65 70 75 80 
238 Asp Asn Asp G1a Arg Leu Lys Ala Gly Tyr 

339 SS 90 

242 <210> SEQ ID NO; 7 

243 <2H> LENGTH : 381 

244 <212> TYPE; DMA 

24 5 <213> ORGANISM: Neisseria gonorrhoeae 
247 <400> SEQOENCKi 7 

2*8 atgaaacaga cagtcaaatg gettgeegeo gccctgictg ccttgggctt gaaccaagcg 60 

249 gtgtgggegg grgaegtate ggattttegg gaaaacttgc aggeggcaga acagggaaat 120 

250 gcagcageee aattcaattt gggcgtgatg tatgaaaatg gacaaggagt tegtcaagat ISO 

251 tatgtacagg cagtgcagtg gtatcgcaag gcxtcagaac aaggggatgc ccaageccaa 240 

252 tacaattt99 gcttgatgta ttacgatgga cgcggcgtgc gceaagacct tgegctoget 300 

253 caacaatggc ttggcaaggc ttgtcaaaac ggagftceaaa acagctgega caatgaccaa 360 

254 cgectgaagg egggttatta a 361 

257 <210> SCO ID HOi 8 

258 <211> LSHGTH ; 126 

259 <212* TVPE: PRT 

260 <213> ORGANISM: Neisseria srcniagitidis 

262 <400> SC098HC8: 8 

263 Mac Lys Glo Thr Val Lys Trp L«u Ala Ala Ala L*u lie Ala Leu Gly 

264 IS 10 IS 



W SSQUSVCS USTXM DATE; 10/12/2000 

PATE5T APPLICATION: US/0»/503, 518A TZNE : 15:29:08 



val 


Trp Ala 


Gly Asp V*l 


Scr Asp Phe 


Arg Glu Asn 






25 




30 


cm 


Gin Gly 


Asn Ala Ala 


Ala Gin Ph« 


Asn Leu Gly 






40 


45 




Asn 


Gly Gin 


Gly Val Arg 


Gin Asp Tyr 


Val Gin Ala 




55 




60 




Arg 


Lya Ala 


ser Glu Gin 


Gly ASP Ala 


Gin Ala Gin 




70 




75 


ao 


Leu 


Hot Tyr 


Tyr Asp Gly 


Arg Gly val 


Arg Gin Asp 


85 




90 




95 


Gin 


Gin Trp 


Leu Gly Lys 


Ala Cys Gin 


Asn Gly Asp 






105 




110 


Asp 


Asa Asp 


Gin Arg Leu 


Lys Ala Gly 


Ty* 


: 9 




120 


125 





Input Set ?*\juiabes\093O35ii 
Output Set: tfi\CftV3\10l23000\l303518A.iav 

266 Leu Asn Gin Ala 

267 20 

269 Leu Gin Ala Ala 

270 35 

272 Val Met Tyr Glu 

273 50 

27 5 val Gin Trp Tyr 

276 65 

278 Tyr Asn Leu Gly 

279 

281 Leu Ala Lea Ala 

282 100 
264 Gin Asn Scr Cys 

285 113 

286 <210> SCQ ID HO 
269 <211> LEtfGfflt 357 

290 <212> TYPE: DBA 

291 <213> ORG AH ISM: neisseria meningitidis 

293 <400> SEQUENCE: 9 

294 tteggegeca teggcggttt gaaggtcaat gcccccgxca aatcegcagg cgtattggtc 60 

295 gggegegteg gcgctat«g? acttgaceog aaatcetate aggegagggt gcgectcgat 220 

296 ttggacggca agtatcagtt cagcagcgac gtttecgege aaatcctgac ttcagg&ctt 180 

297 ttgggcgage agtacacegg getgeagcag ggeggegaea eggaeaaect, tgetgeegge 240 
299 gacaceatct ecgtaaccag ttctgcaatg grcctggaaa accttategg caaattcatg 300 
299 acgagttttg ccgagaaoaa tgecgaegge ggcaatgegg aaaaagcege cgaataa 357 

3 02 <210> SEQ ID RO; 10 

303 <211> LENGTH: 118 

304 <212> TYPE; PRT 

305 <213> ORGANISM: neisseria aeningitidis 

307 <400> SEQUENCE i 10 

308 Phe Gly Asp lie Gly Gly Leu Lys val Asn Ala Pro val Lys Ser Ala 

309 15 10 15 

211 Gly Val Leu Val Gly Arg Val Gly Ala He Gly Leu Asp Pro Lys Ser 

312 20 25 30 

3\4 Tyr Gin Ala Arg val Arg Leu Asp Leu Asp Gly Lys Tyr Gin Phe Ser 

315 3S 40 45 

3X7 Ser A ftp Val Ser Ala Gin He Leu Thr Scr Gly Leu Leu Gly Glu Gin 

316 50 55 60 

320 Tyr He Gly Leu Gin Gin Gly Gly Asp Thr Glu Aan Leu Ala Ala Gly 

321 65 70 75 80 

323 A&p Thr He ser val Thr ser Ser Ala Met Val Leu Glu Asn Leu He 

324 35 90 95 

326 Gly Lys Phe Met Thr Ser Phe Ala Glu Lys Asn Ala Asp Gly Gly Asn 

327 100 105 110 

329 Ala Glu Lys Ala Ala Glu 

330 US 

333 <210> SEQ ID HO: 11 

334 <211> LENGTH : 839 

335 <212> TYPE; DHA 



<210> 23 
<211> 903 
<212> DNA 

<213> Neisseria meningitidis 
<400> 23 

atggacggcg cacaaccgaa aacaaatttt ttQaacgcc tgattgcccg actcgcccgc 60 
gaacccgatt ccgccgaaga cgtattgacc ctgttgcgcc aagcgcacga acaggaagta 120 
tttgatgcgg atacgctttt aagattggaa aaagtcctcg atttttctga tttggaagtg 180 
cgcgacgcga tgattacgcg cagccgtatg aacgttttaa aagaaaacga cagcatcgaa 240 
cgcatcaccg cctacgttat cgataccgcc cattcgcgct. tccccgtcat cggtgaagac 300 
aaagacgaag ttttgggtat tttgcacgcc aaagacctgc tcaaatatat gttcaacccc 360 
gagcagttcc acctcaaatc gatattgcgc cctgccgtct tcgtccccga aggcaaatcg 420 
ctgaccgccc ttttaaaaga gttccgcgaa cagcgcaacc atatggcaat cgtcatcgac 480 WAW 
gaatacggcg gcacgtcggg tttggtaact tttgaagaca tcatcgagca aatcgteggc 540 
gacatcgaag atgagtttga cgaagacgaa agcgcggaca acatccacgc cgtttccgcc 600 
gaacgctggc gcatccacgc ggctaccgaa atcgaagaca tcaacgcctt tttcggcacg 660 / 1 

gaatacagca gcgaagaagc cgacaccatc ggcggccQtg gtcattcagg aattgjfaca 720 A/jUuJr 

ftgccctjtg cgcggcgaaa aagtc^fctat cggcgQttg caQttcacQg tcgcc(Qgcgc 780 
acaaccgc cgcctgcata cgctgatggc gacccgcgtg aagtaagctc cgccgtttct 840 
acagttta ggatgacggt acgggcgttr tctgtttcaa tccgccccat ccgccafikca 900 
taa V 903 



Please Note: 

Use of n and/or Xaa have been detected in the Sequence Ustlng. Please review the 
Sequence Listing to ensure that a corresponding explanation is presented in the <220> to 
<223> fields of each sequence which presents at least one n or Xaa. 



viEirrcma* summit date.- 10/13/3000 

PAIMT APPUCATlOHt tfS/O*/303 # S16A TIKE: 15:29:0$ 



Input Set i *t\Ja»bo«\0930351l 

Output Sat: »i\C*T3\l0123000\X30miA.r«* 

Ls59 M:34l W: (46) *a' or "Xaa' used, for SEQ 101:1 

L;60 M:341 W: (46) *o' or *Xaa' u*«d, for HQ IO#:l 

&i<l M-.341 W: (46) »»• or 'Xaa" used, for SBQ 101:1 

i:S3 M.341 W: (46) *b" or 'Xaa* used, for SEQ I0*.l 

L:67 M:3I1 W: (46) 'n" or 'X*** U*«d, for 5EQ 

L;1Q« K:34l W: (4'6) or «Xaa' u5«d, for SEQ X0l;3 

L:109 M:34i W: (46) »n' or 'Xaa' used, for SBQ 104:2 

L:113 M:341 W: (46) or "X*** uamd, for SEQ XDt:2 

L:115 H-.341 W: (46) 'n* or «xaa" used, for 5EQ IDU2 

1:121 M:341 W: (4«) i n" Or 'ICAA* UMd, for SEQ 101:3 

Lil36 M:34l W: (46) <n* or •X**" used, for SEQ XO*:2 

1:352 H»141 «: (46) or -Xaa' used, for 610 101:11 

L:3B9 H:J41 W; (46) »n« or -xaa» used, for SEQ 101 ;13 

t:407 *;34l Wi (46) "a 1 o* "Xia" uaa4, for SEQ ID4'il2 

L.793 M:341 W: (46) f A* or *XaA« uAAd, for SEQ ID*: 19 

L:796 M;341 H: (46) •«» or 'X** 1 used, for SBQ XD4:19 

L:822 M:341 Ml <4«) »»• or «Xaa* used, for ABO ID4:30 

L:831 tt:341 ¥: (46) 'A* or t XAA» used, for SEQ XDS:20 

fc:S34 K:34l (46) -n- or "XaV used, for SEQ XO4:20 

L;93l M:2S4 «: Mandatory roAturo missing, <320> not found for SEQ 101.23 

Lt93i M:25l H: Ma usa cory Faatura missing, <221> not found for SBQ 101:23 

L:931 M:358 W: Mandatory Feature missing, <222> not found for SEQ IDf:23 

t:93i M:358 W: KAAdAtory FAAturO ftlSSlng, <223> not found for SBQ ID#:23 

L;931 M:340 W; (46) •o" or 'Xia* used: Feature required, for SBQ 104:23 

l.:942 *:2SB Hi Mandatory Feature missing, <220> not found for SBQ I0i:23 

1:943 K:258 Mi Mandatory FeAturm mUslng, <221> not found for SEQ I0*!2J 

L;942 M.-258 w. KAndatory Feature missing, <222> not found for SEQ 1DI-.23 

L:942 M-,258 W: MAndatory Feature missing, <223> not founa for SEQ to#:23 

M:340 Repeated la SeqBo«23 

L-943 M;23S W: Mandatory reature missing, <220> not found for SEQ 101:23 
L;943 M:25« V: tUndAtory rtatttro milling, <32i> not found for SEQ roi:23 
L:943 M:25f W: M*ndAtory FAitur* miiAtng, <222> not found for SEQ I0*:23 
L.943 «:258 W: HAndttory rtaturt alitinj, <223> not found for SEQ 101:23 
L.944 M:259 W : Manaatory Faaturt Blsain^, <230> not found for SEQ Z0I 23 
L.944 H:258 W: Mandatory Pcatar* aia^ing, <221> not found for SEQ 1D»:23 
L:944 M:258 W: MandAtory Feature alssiog, <222> not found for SEQ IO#:23 
L:944 K:2S8 «: Kandatory Feature missing* <223> not found for SEQ 101*23 
L;943 M:238 «: Mandatory r«atura missing. <220> not found for SBQ I0i:23 
L:945 Mj25B M Mandatory PAatur« misaing, <221> not found for SEQ XQ«:23 
L:945 K:238 W: Mandatory Peaturo missing, <222> not found for SEQ ID! :23 
l:94S M:338 H: Handatory rAAture missing, <223> not found for seq 104:23 
1:955 U:2SB M : Mandatory Fcaturo nia»ing, <220> not found for SEQ XDi-24 
t:95S Nt238 Wt Kandatory faatura missing, <231> not found for SBQ ID4i24 
t:9SS «:258 W: Mandatory PMtor« missing, <222> not found for SEQ IOU24 
L:955 M:2S8 H: Mandatory PeAture Hissing, <223> not found for SEQ 101:24 

M '2J2 W: (46) * nW or #X *** usc *' ^ *oqui«d, for SEQ 104:34 
L:997 M:258 H: MAndatory rsaturm missing. <220> not found tor SEQ 101:24 
t:997 M:2S8 W; Mandatory raaturm mining, <221> not found for SBQ ID«:24 



VraiPICATIO* SUKWUT 

PATCH* *PPUCMIOB: C3/09/3O3 , 518A 



DATE: 10/12/2000 
TIME: 15;29iQ9 



Input Set : 
Output Set: 



■ »\juaiboa\©M03SU 
SACW3\i0122000\I3035l8A.raw 



L:1224 
L:1224 

1:1224 
1:1224 

L :123d 



:258 Hi 
:2S8 ff: 
:25« W: 
:25a W: 
:340 W: 
:258 V: 



997 M:2Se W: 
L:997 H:258 W: 
M:340 Repeated 
L.1Q0O M:258 W 
L:1000 M;258 W 
L:1000 M-.2S6 W 
L;1000 H;2S8 W 
1:1003 H:2S8 14 
1:1003 H:2SB W 
L;1003 H:258 W 
L.1003 H:25B 9 
L;1009 M:258 W 
L-.1009 M:2S8 H 
L;1009 *:2S8 W 
L:1009 Mi 25| W 
L:1024 HlUl Wi 
M 
M 
M 
M 
M 
K 

L.1230 M:258 W: 
L:1230 M:258 W 
1:1230 M.258 W 
M:340 Repeated 
L:14U M.-341 W: 
L;1812 M:258 »: 
L:1812 M',258 W; 
L:1812 K:34Q W: 
340 Repeated 
Ct 1660 H:34G V: 
M:340 Repeated 
L-.1977 M:341 W: 
L:2270 M:340 W: 
L:2437 M:340 W: 
M-.340 Rap eared 
L:2473 M:340 W: 
Mi 340 Repeated 
L:2590 M:341 W: 
L:2612 M:341 W: 
L:2814 HiUl W: 
L:2915 M:3U H: 
L:281S M:341 W: 
1:2833 K:340 W; 
M:340 Repeated 
L:2858 M:340 W: 
H:340 Repeated 
L:2B79 M;310 tf f 



Mandatory Feature Biasing, 
Mandatory Feature aissing, 
Mandatory Feature Biasing, 
Mandatory Feature aissing, 
Mandatory Feature susiing, 
Mandatory Feature aiding, 
Mandatory Feature Hissing, 
Mandatory Faaturc niwing, 



Mandatory Feature aissing, <222> not found for SEQ IC«:J4 
Mandatory Feature aissing, <223> not found for SEQ XDi-24 
An Seq»o-34 

Mandatory Feature oissing, <220> not found for SEQ ID#:24 
Mandatory Feature aissing. <221> not found for 320 XDi-24 
Mandatory Feature a ia fling, <222> not found for SEQ X0f:24 
Mandatory Feature aissing, <223> not found for SEO ID*: 24 
<220> not found for SEQ IO#;24 
<221> not found for SEQ ID*: 24 
<222> not found for SEQ XD4;24 
<223> not found for SEQ IDS: 24 
<320> not found for SEQ X0»:24 
<22l> not found fox SEQ IO»:24 
<222> not found for SEQ IDS: 34 

^ - - <«3> not found for 5 ESQ ID«:24 

(46) 'a* or "xaa f used, for SEQ XDi:2S 
Mandatory Feature aissing, <220> not found for seq io#30 
Mandatory Feature aissing, <221> not found for SEO ID»:30 
Mandatary Feature missing, <223> not found for SSQ IDI;30 
Mandatory Feature missing/ <223> not found for SEQ XD«t30 
<4«) *n« ox *xaa* usedt Feature required, for SEQ 101:30 
Mandatory Feature niaaing, <220> not found for seq id# : 3C 
Mandatory Feature niaeing, <221> not found for SEO XDi-30 
Mandatory Feature aiaaing, <222> not found for SEO ID#*30 
Mandatory Feature Biasing, U23> not found for seq IDS: 30 
in Seqwo-JQ 
(46) »n* or "Xaa* used, for SEQ ID*: 35 
Mandatory Feature aissing, <220> not found for SEQ ZD*: 43 
Mandatory Feature aissing, <22l> not found for SEQ 104^43 

(46) •»« or * - *w 

in SeqKo«43 

(4fi) -n ff or 
in 5eqHo*44 

for SEQ ID*; 45 

Feature required, tor SEO ID»:S0 
Feature required, Cor SEQ XDI-.S3 



(46) 

(46) 'n* or 
«46) "o" or 
in Seqjao«53 

146) -n" or 
in SeqMo-54 
(46) -a- or 



(46) 

(46) 
(46) 
(46) 



-n 4 or 

4 a« ox 

•n* or 

"n" or 



in seqtfo»60 
(46) "n- or 

in SeqSo*»til 
<46) "n g or 



»xaa ff 


used; 


'Xaa 1 


used ; 


"Xaa" 


used. 


"Xaa" 


used: 


"Xaa- 


used: 


•Xaa' 


used: 


•xaa 1 


used. 


^Xaa" 


used* 


"Xaa» 


used, 


•Xaa* 


used, 


"Xaa" 


used, 


■Xaa* 


used: 


•xaa" 


usedt 


-Xaa' 


used: 



Feature required, for SEQ ID* -.43 
Feature required, for SEQ IDf:44 



Feature required, for SEQ ID*: 54 



for SEQ IDf:S5 
for S8Q ID*: 59 
for SEQ 10*; 39 
for SEQ ID4 : 59 
for SEQ ioi:S9 
Feature required, 



Feature required, 
Feature required. 



for SEQ IOI r 60 
for SBQ ID*: 61 
for SEQ IB»:62 



fi1*-//r-\m FAOurhnlrfSVKTHOIS 1 RAJum 



10/12/00 



VEMFICATtO* SOWAR* 

PATZKT APPLICATION US/09/303, 518A 



DATE: 10/12/2000 
TIME; 15; 29: 09 



Input Set : »t\)UMboi\093035ia 

Output Set; *i\CU3\10122000\I3035l8A.rav 



H;340 Repeated 
L:3012 MiJ41 W: 
L:3022 H:340 W: 
M.-340 Repeated 
L;J20S M:341 W 
L:3325 Mt341 W 
L:3347 K:340 W 
H:340 Repeated 
3$fl8 M:341 N 
Lt3696 *:341 W 
L;3718 H--340 W 
Li 3759 H;341 W 
Ls3824 M:340 X 
L:3922 M;341 H 
L:418S Hi 340 W 
11:340 repeated 
Lr4219 M:340 If: 
M:340 Repeated 
Z..4319 H;341 W: 
t,;4321 M:341 Hi 
L:4323 M: 341 V: 
t.:432« M:341 19: 
t:4342 M:340 W: 
M:340 Repeated 
L:4736 M!341 W: 
L:S035 M:34l Ml 
I-iSOAO H:341 W; 
Li5053 M;3*l W: 
L;50S4 M;341 W: 
L;5075 H;34Q W: 
M.340 Repeated 
L:5312 M;340 Wi 
L;5388 M:340 fl: 
L:5442 H:341 W: 
L:S71S M:340 W; 
L:S962 H:340 W: 

M:340 Repeated 
L;5897 M;340 U: 
M:340 Repeated 
L:5987 M:341 H: 
L:6193 M:341 H: 
L:621l H.-340 W 

M.-340 Repeated 

L;5711 M.340 W 
H:340 Repeated 
L:6720 M:340 W 
M:340 Repeated 

C:6622 M:341 VI 
t:6BI0 M:340 W 



in SeqNo«62 
46) 'n' or 



in ScqNo-6i 
46} *n" or 
46) or 
46) «n» or 
in SeqNo-76 
46) "n* or 
46) «n* ox 
46) "n" or 
146) 'a' or 
46) or 



in 



in 



in 



in 



46) 



or 



46) 
46) 



or 
or 



in Seqtfo-99 

;46) or 
in 5eqffo«100 
46) -n # or 
46) 'a* or 
146) <n* or 
46) -a- or 
.46) 'n' or 
in Seqtfo«10e 
46) "a* or 
46) "n* or 
46) "n* or 
46) "n* or 
46) 'o" or 
46) "n" or 
SaqHo-114 
46) "n* or 
16) *n" or 
46) *n" or 
46) "n" ox 
46) "n" or 
i SeqN0«127 
46) «n" or 
i SeqHO-129 

46) -n* or 
46) m n' or 
46) 'n u or 
SeqKO-134 
46) "A* or 
ScqMo-141 
46) "n- or 
SeqWo-142 
«6) B n" or 
;46) *n" or 



"Xaa" used, 

'Xaa" used: 

•Xaa' used, 

a Xaa- used, 

'xaa* used: 

•Xaa 4 used, 

'Xaa* used* 

■Xaa* used: 

"Xaa" used, 

'Xaa a used] 

"Xaa a used, 

•Xaa* uaed: 



for SEQ XDI:6? 
reature required/ 



for SEQ ID*: 68 



for SEQ ID4-.73 
(Or SEQ ID*: 7? 

Feature required, for SEQ id*: 78 

for SEQ ID*; 85 
for SIQ ID*: 85 

Feature required* for SSQ 1D«;86 
for SiO ID»:67 

Feature required, for SEQ ZD*: 88 
for SEQ IDI.-91 

Feature required, for seq id«.99 



■Xaa» used: Feature required, for SEQ XDiriOQ 



"Xae< used. 

p xaa* used, 

*Xaa a uaed, 

'Xaa 1 uaed, 

'Xaa" used: 

'xaa' used. 

"Xaa" used, 

'Xae' used, 

•xaa* used* 

"Xaa" used, 

'xaa* uaedi 



"xaa 1 
"Xaa" 
"Xaa" 
"Xaa' 
■Xaa a 



used: 
used: 
used, 
ufled: 
used: 



fOV SEQ ID*: 10 3 
for SEQ 104:103 
for SSQ IDfilOJ 
for SEQ ID* : 103 
feature required, 

for SEQ ID* i 109 
for SEQ ID! .113 
for SEQ ID*: 113 
for SEQ ID*: 113 
for SEQ 101:113 
feature required, 

Feature requiredi 
Feature required, 
for SEQ ID*! 119 
Feature required, 
Feature required. 



for SEQ ID*: 104 



for SEQ ID*: 114 

for SEQ ID* : 117 
for SEQ ID*: 118 

for SEQ ID* : 124 
for SEQ ID*: 127 



r Xaa" used: Feature required, for SEQ lot: 128 



*Xaa" 
"Xaa* 
"xaa" 

"Xaa 1 * 

•Xaa* 

"Xaa* 
"xaa" 



used, 
used, 
used: 

used: 



for SEQ ID*: 129 
for SEQ IDi:133 
Feature required, 



Feature required, 
used; Feature required. 



used, 
used: 



tor SEQ 10* : 14 4 
feature required. 



for SEQ ID*: 134 
for SEQ ID* i 141 
for SEQ ID*: 142 

for SEQ IDff:145 



//r '\r r ftnoi i th<> Veriirn s i a a htm 



10/12/00 



DATS; 10/W/MM 



SBllSISSilSL-— 



BIOTECH! 
SYSTEMS 
BRANCH 



RAW SEQUENCE LISTING 
ERROR REPORT 




The Biotechnology Systems Branch of the Scientific and TechnicaWnformation 
Center (STIC) detected errors when processing the following computer readable ^ 
form: 

Application Serial Number. _Q 
Source: 

DateProcessedbySTIC: _ /P/fx/ZoO* ' 
«^^to??gJc™of this printout in your next communication to the 

FORSTu^a^ESTIONS, PLEASE CONTACT MARK SPENCER, 7OU0MU. 

FORSEQIJ^CERULES INTERPRETATION, PLEASE CONT ^^^^ 
PATENTIN XI e-mail help: p»tinllhelp^mp. g qv or phone £ ™g 

PATENTW 3.0 c-m.il help; r ^i^ohrip^,, 5 nto. g ov or phone 703-306-4119 (R. Wax) 

TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CEyC^R 
I2^nN^OGRAM. ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW: 



Checker Version 3.0 
The Checker Version 3 .0 application is a state-ofthc-an Windows based software program 
employing a logical and intuitive user-interfece to check whether a sequence listing is in 
ZvZl w^format and content rules. Checker Version 3.0 works ^uence l^ongs 
Teoenited for the original version of 37 CFR §§1821 - I -IM e* 
rSes) and the revisedversion (new rules) effective My 1, 1998 as well as World Intellectual 

Property Organization (WIPO) Standard ST.25. „rrti»et« andiaY2K- 

Checker Version 3.0 replaces the previous DOS-based version of Checker, and is Y2K- 
SnTpliant. Checker allows public users to cheek sequence listmgs m Computer R^ble form 
(CRF) before submitting them to the United States Patent and Trademark Office jUSFTOl 
Use of Checker prior to filing the sequence listing is expected to result in fewer erroied sequence 
listings, thus saving time and money. 

n ^, V,^n 3.0 een be d own Hun* *m «■* !IS?T Q W*d» y the following address: 
http://wwYV.uspto.gov/web/ofrices/pac/checker 



RsJfcsequence Listing Error Su^lnary 



OCT 25 2JB 



ERROR DETECTED SUSQESTED CORRECTION 



SERIAL NUMBER: 



CO 



ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH 'ALPHA' HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 
Wrapped Nucteles The numberAert at the end of each tin* "trapped - down te the nerf fine. 

This may occur If your file was retrieved h a ward processor after creating 1 
Pleat* adjust your right margin to .3. as this will prevent Vrapplrtf . 

! Wrapped Aminos The amino acW numberAert at the end of each line trapped - down to the n©d line. 

This may oocur if your file was retrieved In a word processor after creating ft. 
Please adjust your right margin to .3, as this wflt prevent ^wrapping*. 



IncorjrectUf* Length The rules require that a line not exceed 72 characters In length. TWs Includes spaces. 

Misaligned Amino Acid The numbering under each 5th amino add ts misaligned. TWs may be caused by tbeuse of tabs 
Numbering 

Nor* ASCII 



Variable Length 



Patentln ver. 2.0 'bug; 



Skipped Sequences 
(OLD RULES) 



J 

10 



Skipped Sequences 
(NEW RULES) 



Use of n'tfer Xaa's 
(NEW f*L&f 



between the numbering, II b recommended to delete any labs and use spaang^&etvSen (he numbers. 

This file was not saved In ASCII (DOS) ted. as required by the Sequence Rules. 
Please ensure your subsequent submission is saved In ASCII lestf so that it can be processed. 

Sequence^) contain n«s or Xaa's which represented more (nan one residue. 

As per the rules, each n of Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the fat) feature section that some may be missing. 

A "bug" in Paiertln version 2.0 has caused the <220>-<223» section to be missing from amino acid 
sequence^) . Normally, Paienlln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <?20><<223> 
sections for Artificial or Unknown sequences. 

Sequenee(s) missing. If intentional, please use the following formal for each skipped sequence: 

(2) INFORMATION FOR SEQ 10 NO:X: 

{i| SEQUENCE CHARACTERISTICS:*^ not insert any headings undar 'SEQUENCE CHARACTERISTICS') 
(xi) SEQUENCE DESCRIPTION:SEQ 10 NO:X: 
This sequence Is Intentionally skipped 

Please also adjust the "(Ity NUMBER OF SEQUENCES:* response to include the skipped sequence(s). 

Sequenced) : missing, If Intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
C400> sequence id number 
000 

Use of fl's anoVor jCaa's have been delected in the Sequence Listing, 
Use of <220» to <223> is MANDATORY if n's or Xaa's are present. 

(n <220> to <223> section, please etptain location of n or Xaa, and which residue n or Xaa represents. 



1 1 Use of <213*Organism Sequence(s) „ 

(NEW RULES) 



, are missing this mandatory field or its response. 



12 Use or <220*Fcature 

(NEW RULES) 



13 — _ Patentln vef. 2.0*bug" 



Sequence(s) „ are missing the <220»Feeium and associated headings. 

Use or <220> to <72> is MANDATORY if <21 3>ORGANISM Is "ArtiHciar or 'Unknown' _ - " 

Please explain source or genetic material in <220> to <223> section. 

(Sec "Federal Register; 6/01/98, Vok 63, No. 104, pp. 29531-32) (sec. 1.823 of new Rules) 

Pleased not use "C py to Olsk" functi n of Patentln version 2.0. This causes a corrupted 
"WJtsabinQ in missing mandaidh/ numeric identifiers and responses (as Indicated on raw sequence listing), 
instead, please use 'F8 Manager* or any other means to copy file lo floppy disk. 



AKS^iotechnoiogy Systems Branch- 5/1S/99 




~ & a 



ART OHIT M»?J- ______ 

Remark*- 




UNITED STATES '•STARTMUSNT u* WUWrauiLi, 
Patent and Trade ^rk Office 

Acttea; ASSISTANT cJRsSlQNB^ FOR PATENTS 
W***0ort,D.C.ZE31 



APPLICATION NOJ 


FIUNO DATE 


FIRST NAMED INVENTOR / 


ATTORNEY DOCKET NO. 


CONTROL NO. 




PATENT IN REEXAMINATION 






EXAMINER 



ART UNIT 



PAPER 



14 



DATE MAILED: 



Please find below and/or attached an Office communication concerning this application or 
proceeding. 



Commissioner of Patents and Trademarks 

The communication in Paper # 12, filed on 10/12/2000, is non-responsive to the prior office action, mailed 9/5/2000, because 
of the following reason; 

This application contains sequence disclosures that are encompassed by the definitions for nucleotide and/or amino acid 
sequences set forth in 37 CFR 1.821(a)(1) and (a) (2). However, this application fails to comply with the requirements of 37 CRF 
1 .821 through 1 .825 because the computer readable form of the Sequence Lising provided in Paper # 12 is defective. Please see the 
attached Raw Sequence Listing Error Report. Failure to respond to this requirement may result in abandonment of the instant 
application. 

Since the response appears to be bona fide, but through an apparent oversight or inadvertence failed to provide a complete 
response, applicant is required to complete the response within a time limit of one month from the date of this letter or as extended as 
follows. AN EXTENSION OF THIS TIME LIMIT MAY BE GRANTED UNDER EITHER 37 C.F.R, 1 .136(a) OR (b) UP TO A 
MAXIMUM OF SIX MONTHS. 

Please note that the Office communication concerning this application in Paper # 13, mailed 5/3 1/01 is hereby vacated 
because it was sent by an inadvertent error. 

Papers related to this application may be submitted to Technical Center 1600 by facsimile transmission. Papers should be 
faxed to Technical Center 1 600 via the PTO Fax Center located in Crystal Mall 1. The faxing of such papers must conform with the 
notices published in the Official Gazette, 1096 OG 30 (November 15, 1968), 1156 OG 61 (November 16, 1993), and 1157 OG 94 
(December 28, l993)(See 37 CFR § 1.6(d)). The CM1 Fax Center number is either (703) 308-4242 or (703)305-3014. 

Any inquiry concerning this communication or earlier communications from the examiner should be directed to: Shubo 
u Joe" Zhou, Ph.D., whose telephone number is (703) 605-1 158. The examiner can normally be reached on Monday-Friday from 8 
A.M. to 4 P.M. 

If attempts to reach the examiner by telephone are unsuccessful, the examiner's supervisor, Michael Woodward, Ph.D., can 
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Any inquiry of a general nature or relating to the status of this application should be directed to Patent Analyst Tina Piunkett 
whose telephone number is 703>305-3524 1 or to the Technical Center receptionist whose telephone number is (703) 308-0 1 96. 
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